. The significance of the excess of somatic mutations observed in a pseudo-mutable context was measured using the Student t-test and Monte Carlo (MC) tests (see Materials and Methods for details). The threshold value was corrected using the conservative Bonferroni correction for multiple testing (16 tissues x 6 mutable contexts = 96, P < 0.0005, critical t-test value = 3.291). The expected false discovery rate should be around 0.05, large fraction values (>0.10) are shown in green. The significance of the observed excess was measured using the Student t-test and Monte Carlo (MC) tests. The asterisk denotes that the corresponding P < 0.0005 (critical value = 3.291) is a conservative estimate of the critical overall value of the t-test taking into account the Bonferroni correction for multiple testing (16 x 6 = 96). "Ratio" is the mean weight of mutated sites divided by the mean weight of nonmutated sites. The predicted fraction of mutations induced by AID/APOBEC proteins ("Fraction") is shown when a significant excess of somatic mutations in a mutable motif comparisons was detected; all cases where there was a significant difference between observed and expected distributions (P > 0.05) were discarded. .687 NSE means that No Significant Excess of mutable motifs was found. The significance of an excess was measured using the Student t-test and Monte Carlo (MC) tests. The asterisk denotes that the corresponding P < 0.0005 (critical value = 3.291) is a conservative estimate of the critical overall value of the t-test taking into account the Bonferroni correction for multiple testing (16 x 6 = 96). "Ratio" is the mean weight of mutated sites divided by the mean weight of non-mutated sites. The predicted fraction of mutations induced by AID/APOBEC proteins ("Fraction") is shown when a significant excess of somatic mutations in mutable motif comparisons was detected; all cases where there was a significant difference between observed and expected distributions (P > 0.05) were discarded. Figure S1 . AID/APOBEC weight matrices W(b,j). Supplementary Figure S2 . The overall distribution of fraction of somatic C:G > T:A mutations associated with AID/APOBEC deamination (APOBEC1, APOBEC3A, ABOPEC3B and AID deaminases). 
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